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Informative Genes Selection for Colon Tumor
Based on Gene Expression Profiles
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Abstract : Gene expression profiles of tumor and select colon tumor feature subsets are analyzed by means of pat-
tern recognition. Firstly, the “Floating Sequential Search Algorithm” is used to generate candidate feature sub-
sets from gene expression profiles. Secondly, a support vector machine is employed to classify the samples. The
feature subsets with a minimum error are chosen as a set of colon informative gene. The result proves that the tis-
sue samples can be classified with high correctness and the proposed approach is effective and feasible.
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